INTRODUCTION 3 1
The availability of vast collections of transcriptome dataset in GEO, the NCBI 1 3 2
Rodriguez-Fernandez et al (GSE103842; [12] ) is shown in Figure 1 . Functionally, the 1 3 3 fingerprint of acute RSV infection is characterized by a marked interferon signature, as indicating decrease in abundance of constitutive transcripts for modules at positions 1, 1 3 8 5, 23 and 25, in dark purple). It is also accompanied by an increase of modules which 1 3 9 are part of aggregate A26 and A27 which are functionally associated with cell-cycle. All 1 4 0 these changes have been described previously in systemic Lupus erythematosus, 1 4 1 another disease dominated by a pronounced interferon response [9, 13] , most recently 1 4 2 in the context of the paper describing the third generation modular framework used A38). This is illustrated in Figure 2 , which shows the fingerprint of RSV for a blood hand, and GSE80179, GSE42026 and GSE38900 ("Cluster 2") on the other. Modules cell, cell cycle annotations) which showed marked decreases only in "Cluster 2" 1 7 5 datasets and A34 and A36 (collectively with Erythrocyte and platelet annotations) which 1 7 6 showed increases again only in "Cluster 2" datasets. A34 showed a modest increase in 1 7 7
Melanoma and conversely a decrease in liver transplant recipients and may thus not be 1 7 8 obviously associated with immunosuppression (Figure 2) . A36 on the other hand was 1 7 9 increased in both melanoma and transplant, and not in influenza or SLE, which may 1 8 0 therefore indicate a possible association with immunosuppression. Some of the factors 1 8 1 that could account for differences between the two dataset "clusters" were examined but 1 8 2 none could be conclusively associated with one or the other ( was generated for adult subjects exposed experimentally to RSV and using Affymetrix 1 8 7 gene chips, which is in contrast with the other five datasets that consisted of profiles of care setting, with transcript abundance data generated on Illumina beadchips. As part of the training workflow, participants also generated fingerprints of individual 1 9 3 subjects within a given dataset which were then displayed on a heatmap where 1 9 4 modules and subjects were grouped via hierarchical clustering. An example is given was used on the first day of the workshop. This representation is useful in that it permits 1 9 7
to explore the heterogeneity of the RSV signature across individual subjects. In the case 1 9 8 of GSE103842 the subjects were distributed across 5 major groups according to were relatively minor groups in comparison with only 6 subjects each. HC2 most closely 2 0 5 resembled HC4, with low inflammation but a more marked activation of a set of modules including the two modules for which threshold of "activation" appeared to be the highest 2 2 5 (M13.17 and M15.64). Overall clinical significance in terms for instance of severity or 2 2 6 disease outcome would remain to be further explored. In this particular dataset RSV 2 2 7 genotype could for instance be used as information for grouping of patients and Finally, output of all module-level analyses conducted for individual subjects across all 6 2 3 2 datasets was combined to evaluate the pertinence of carrying out integrative analyses repertoires were compiled across a total of 490 subjects. PCA plots were next 2 3 6 generated with color coding of samples according to study group (case vs controls) and An obvious advantage is the ability to work with much larger sets of patients. However, 2 8 0 interpretability may remain limited due to the fact that the patient information may not be 2 8 1 collected in the same manner and could prove difficult to harmonize "after the fact". workshop was dedicated to re-analysis of public RSV data and it did not prove sufficient completion of the assignments as homework proved nevertheless an opportunity for 2 9 0 participants to practice and maybe better "integrate" afterwards the know how 2 9 1 necessary to carry out such module repertoire analyses. Organization of the "COD3" workshop was supported by Inflammation- Administration Information (CASRAI) (https://casrai.org/credit/). 
Classification of individual subjects based on differences in abundance patterns

